Appendix A 



BLASTP 2.0.8 [ Jan-05-1999] 



Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs " , Nucleic Acids Res. 25:3389-3402. 



Query* rlr72 .pk0015.b2 .f isl 
(410 letters) 



3/15/99 no filter, Becky 



Database: /blast/data/2 . 0/2/nr 

361,503 sequences; 110,384,461 total letters 

Searching done 



Sequences producing significant alignments: 

gi | 3165581 (AF067942) similar to lysosomal acid lipases <SW:P385. 
gi | 3877594 | emb | CAB01973 | (Z79696) predicted using Genefinder; Si. 
gi j 1083069 jpir | |JC4017 triacylglycerol lipase (EC 3.1.1.3) PGE p. 
gij 126306 |sp|P07098|LIPG_HUMAN TRIACYLGLYCEROL LIPASE PRECURSOR . 
gi j 758064 j emb | CAA2 9414 | (X05997) gastric lipase precursor [Homo . 
gij 126307 |sp|P04634|LIPG_RAT TRIACYLGLYCEROL LIPASE PRECURSOR (L. 
gi j 2384863 (AF022976) Similar to lipase; R11G11.14 [Caenorhabdit . 
gij 3041702 |sp|P80035|LIPG_CANFA TRIACYLGLYCEROL LIPASE PRECURSOR, 
gi 1 505053 (U08464) lysosomal acid lipase [Homo sapiens] >gi|5064. 
gij 585405 |sp|P3857l|LIPA_HUMAN LYSOSOMAL ACID LIPASE/CHOLESTERYL . 

>gi | 3165581 (AF067942) similar to lysosomal acid lipases (SW:P38571) 
[Caenorhabditis elegans] 
Length = 403 



Score 



(bits) 


Value 


pLog 


212 


5e-54 


53.30 


211 


6e-54 


53.22 


211 


8e-54 


53.10 


207 


le-52 


52.00 


207 


le-52 




204 


8e-52 




199 


4e-50 




198 


5e-50 




195 


5e-49 




195 


5e-49 





Score = 212 bits (533), Expect = 5e-54 

Identities = 122/370 (32%), Positives = 185/370 (49%), Gaps 



15/370 (4%) 



Query: 49 QLLLPLGYPCTEHNVETKDGFLLSLQHI PHGKNKAADSTG- - PPVFLQHGLFQGGDTWFI 106 

Q++ GYP + V T DG++L + IP GK G P VF+QHGL W + 

Sbjct: 31 QI IERWGYPAMI YTVATDDGYI LEMHRI PFGKTNVTWPNGKRPWFMQHGLLCAS SDWW 90 

Query: 107 NSAEQSIX3YILADNGFDWIG1WRGTRWSKGHSTFSWDKLFWDWSWQELAEYDLLAML 166 

N +QS G++ AD GFDVW+GN+RG +S H FWDWSW E+A YDL AM+ 

Sbjct: 91 NLPDQSAGFLFADAGFDVT^GNMRGNTYSMKHKDLKPSHSAFWDWSWDEMATYDLNAMIN 150 

Query: 167 YVYTVT - QSKI L YVGH S QGT IMGLAALTMP E - - I VKM I S S AALLC P I S YLDHVS A- - S FV 221 

+V VT Q + Y+GHSQGT+ + L+ + K I L PI + H+ SF 

Sbjct: 151 HVLE VTGQD S VY YMGH S QGTLTMF S H L S KDDG S F AKK I KKFF ALAP I G S VKH I KGFL S F F 210 

Query: 222 LRAVAMHLDQMLVTMG I HQLNFRSDMGVQI VDS LCDGEHVD CNNLL SAI TG - ENCCF 277 

+ + D G + + +C G V+ C+N+L I G E+ + 

Sbjct: 211 ANYFSLEFDGWFDIFGAGEFLPNNWAMKLAAKDICGGLKVEADLCDNVLFLIAGPESDQW 270 

Query: 278 NT SR I D Y YLE YE PH P S STKNLHHL FQM I RKGTF AK YD YGLLGNLRR YGHLR P P AFDL S S I 337 

N +R+ Y ++P +ST+N+ H QM+ G YD+G N ++YG PP +D ++I 
Sbjct: 271 NQTRVTWATHDPAGTSTQNIVKmQMVHHGGVPAYDWGTKTNKKKYGQANPPEYDFTAI 330 

Query: 338 PESLPIWMGYGGLDALADVTDVQ RTIRELGSTPELLYIGDYGHIDFVMSVKAKDDVY 394 

+ I++ + D LAD DV T + ++ DY H+DF ++A DD+Y 

Sbjct: 331 -KGTKIYLYWSDADWLADTPDVPDYLLTRLNPAIVAQNNHLPDYNHLDFTWGLRAPDDIY 389 



Query: 395 VDLIRFLREN 404 

1+ ++ 
Sbjct: 390 RPAIKLCTDD 399 



>gi | 3877594 | emb | CAB01973 | (Z79696) predicted using Genefinder; Similarity to Rat lipase 
(SW:LIPG_RAT) ; cDNA EST yk310f9.3 comes from this gene; 




cDNA EST yk387dl2.3 comes from this gene; cDNA EST 
yk300a8.3 comes from this gene; cDNA EST yk310f9.5 comes 
f . . . 

Length = 405 
Score = 211 bits (532), Expect = 6e-54 

Identities = 119/370 (32%), Positives = 193/370 (52%), Gaps = 16/370 (4%) 



Query: 


49 


QLLLPLGYPCTEHNVETKDGFLLSLQHI PHGKNKAADSTG- - PPVFLQHGLFQGGDTWFI 


106 






Q+ + + GYP ++V T+DG++L L IP+GK G P VF+QHGL W + 




Sbjct: 


33 


Q I IMRWG YPAMI YDVTTEDGY I LELHRI P YGKTNVTWPNGKKP WFMQHGLECS S SNWW 


92 


Query: 


107 


NSAEQSLGYILADNGFDWIGI^GTRWSKGHSTFSVHDKLFTOWSWQELAEYDLLAMLG 


166 






N +S ++ AD G+DVW+GN RG +S H FWDWSW E + +YDL AM+ 




Sbjct: 


93 


NLPTESAAFLFADAGYDVWLGNFRGNTYSMKHKNLKPSHSAFWDWSWDEMQQYDLPAMIE 


152 


Query: 


167 


YWTVT-QSKILYVGHSQGTIMGLAALTMPEI--VKMISSAALLCPISYLDHVSAS--FV 


221 






VT Q + Y+GHSQGT+ + L+ + + I L P+ + H+ + F 




Sbjct: 


153 


KALEVTGQDSLYYIGHSQGTLTMFSRLSEDKVGWGNKIKKFFALAPVGSVKHIKGALKFF 


212 


Query: 


222 


LRAVAMHLDQMLWMGIHQLNFRSDMGVQIVDSLCDGEHVD CNNLLSAITG-ENCCF 


277 






++ D G + + + + + S+C G V+ C+++ + I G E + 




Sbjct: 


213 


ADYFSLEFDGWFDWGSGEFLPNNWIMKLVSESVCAGLKVEAGVCDDVMFLIAGPESNQL 


272 


Query: 


278 


NTSRIDYYLEYEPHPSSTKNLHHLFQMIRKGTFAKYDYGLLGNLRRYGHLRPPAFDLSSI 


337 






N +R+ Y+ + P +ST+N+ H QM+R G KYDYG GN + YG PA+D + + + 




Sbjct: 


273 


NATRWIWAHTPAGTSTQNIVHWIQMVRHGGTPKYDYGEKGNKKHYGQANVPAYDFTTV 


332 


Query: 


338 


PESLPIWMGYGGLDALA DVTDVQRTIRELGSTPELLYIGDYGHIDFVMSVKAKDDVY 


394 






+ P+++ +G D LA DVTD T + + + DY H+DF+ + +A D+Y 




Sbjct: 


333 


--NRPWLYWGDSDWLADPTDWDFLLTHLNPSTWQNNKLIDYNHLDFIWGLRAPKDIY 


390 


Query: 


395 


VDLIRFLREN 404 








+ 1 +R + 




Sbjct: 


391 


EPIIDIVRND 400 





>gi | 1083069 |pir | | JC4017 triacylglycerol lipase (EC 3.1.1.3) PGE precursor - bovine 
>gi | 600757 (L26319) pregastric esterase [Bos taurus] 
Length ~ 3 97 

Score = 211 bits (531), Expect = 8e-54 

Identities = 126/366 (34%), Positives = 193/366 (52%), Gaps = 16/366 (4%) 

Query: 49 QLLLPLGYPCTEHNVETKDGFLLSLQHIPHGKNKAAD-STGPPWLQHGLFQGGDTWFIN 107 

Q++ GYP H V T DG++L + IPHGKN A P VFLQHGL W N 

Sbjct: 36 QMISYWGYPSEMHKVITADGYILQVYRIPHGKI^ANHLGQRPVvPLQHGLLGSATNWISN 95 

Query: 108 SAEQSLGYILADNGFDWIGNWGTRWSKGHSTFSVHDKLFWDWSWQELAEYDLLAMLGY 167 

+ SLG++LAD G+DVW+GN RG W++ H +S FW +S+ E+AEYDL + + + 

Sbjct: 96 LPKNSLGFLLADAGYDVWLGNSRGNTWAQEHLYYSPDSPEFWAFSFDEMAEYDLPSTIDF 155 

Query: 168 WTVT-QSKILYVGHSQGTIMGLAAL-TMPEIVKMISSAALLCPISYLDHVSASFVLRAV 225 

+ T Q K+ YVGHSQGT +GATP++I L P++ + + + F A+ 

Sbjct: 156 ILRRTGQKKLHWGHSQGTTIGFIAFSTSPTLAEKIKWYALAPVATVXYTKSLFNKLAL 215 

Query: 226 AMHLDQMLV TMG I HQLNFRSDMGVQ I VDSLCDGEHVD — CNNLLSAITG-ENCCFNT 279 

H ++ M +GV+ +C E +D C N L AITG +N FN 
Sbjct: 216 I PHFLFKI I FGDKMFYPHTFLEQFLGVE MC S RETLD VLCKNALF AI TG VDNKNFNM 271 

Query: 280 SRIDYYLEYEPHPSSTKNLHHLFQMIRKGTFAKYDYGL-LGNLRRYGHLRPPAFDLSSIP 338 

SR+D Y+ + P +S +N H Q ++ G F +D+G NL Y PP ++L+ + + 
Sbjct: 272 SRLDVYIAHNPAGTSVQNTLHWRQAVKSGKFQAFDWGAPYQNLMHYHQPTPPIYNLTAMN 331 

Query: 339 ESLPIV^GYGGLDAIJUDVTDVQRTIREUSSTPELLYIGDYGHIDFWSVKAKDDVYVDLI 398 

+ +W D LAD DV + +L + I +Y H+DF+ ++ A +VY ++ + 

Sbjct: 332 VPIAWSADN--DLLADPQDVDFLLSKLSNLIYHKEIPNYNHLDFIWAMDAPQEVYNEIV 389 



Query: 399 RFLREN 404 
+ E+ 

Sbjct: 390 SLMAED 395 




>gi| 126306 |sp|P07098|LIPG_HUMAN TRIACYLGLYCEROL LIPASE PRECURSOR (LIPASE, GASTRIC) 
>gi|106904|pir| |S07145 triacylglycerol lipase (EC 
3.1.1.3) precursor, gastric - human 
>gi|758063|emb|CAA29413| (X05997) gastric lipase 
precursor [Homo sapiens] 
Length = 398 

Score = 207 bits (521), Expect = le-52 

Identities = 129/369 (34%), Positives = 203/369 (54%), Gaps = 22/369 (5%) 

Query: 49 QLLLPLGYPCTEHNVETKDGFLLSLQHI PHGKNKAADSTG- - PPVFLQHGLFQGGDTWFI 106 

Q++ GYP E+ V T+DG++L + IP+GK K + +TG P VFLQHGL W 
Sbjct: 37 QMITYWGYPNEEYEWTEDGYILEVNRIPYGK-KNSGNTGQRPWFLQHGLLASATNWIS 95 

Query: 107 NSAEQ SLGY ILADNGFDVWI GNVRGTRWSKGH STFSVHDKLFWDWSWQELAE YDLLAMLG 166 

N SL + ILAD G+DVW+GN RG W++ + +S FW +S+ E+A+YDL A + 

Sbjct: 96 NL PNNS LAF I LADAG YD WLGNSRGNTWARRNL YYS PD S VE FWAF S FDEMAK YDL PAT I D 155 

Query: 167 YWTW-QSKILYVGHSQGTIMGLAAL-TMPEIVKMISSAALLCPISYLDHVSASF-VLR 223 

++ T Q ++ YVGHSQGT +G A TP+KI+ L P++ + + + LR 
Sbjct: 156 F I VKKTGQKQLH YVGH S QGTT IGFIAFSTNPS L AKR I KTF YALAP VATVK YTKS L I NKLR 215 

Query: 224 AVAMHLDQMLVTMGI-HQL1^RSDMGVQIVIDSLCDGEHVD--C™LLSAITG-ENCC 279 

V L + + I + NF + +C E ++ C+N L I G + + FNT 

Sbjct: 216 FVPQSLFKFIFGDKIFYPHNFFDQF LATEVCSREMLNLLCSNALFIICGFDSKNFNT 272 

Query: 280 SRI D Y YLE YEPH P S S TKNLHHLFQM I RKGTF AK YD YGL - LGNLRR YGH LR P P AF DL S S I P 338 

SR+D YL + P +S +N+ H Q ++ G F YD+G + N Y +PP ++++++ 
Sbjct: 273 SRLDWLSHNPAGTSVQI^FHWTQAVKSGKFQAYDWGSPVQNRMHYDQSQPPYYIWTAI^ 332 

Query: 339 ESLPIWMGYGGLDALADVTDVQRTIRELGSTPELLY 1 GDYGHI DFVMS VKAKDDVYV 3 95 

+ +W GG D LAD DV + +L P L+Y I Y H+DF + + + A +VY 
Sbjct: 333 VPIAVW- -NGGKDLLADPQDVGLLLPKL PNLI YHKEI PFYNHLDFIWAMDAPQEVYN 387 

Query: 396 DLIRFLREN 404 

D++ + E+ 
Sbjct: 388 DIVSMISED 396 



>gi|758064|emb|CAA29414| (X05997) gastric lipase precursor [Homo sapiens] 
Length =392 

Score = 207 bits (521), Expect = le-52 

Identities = 129/369 (34%), Positives = 203/369 (54%), Gaps = 22/369 (5%) 

Query: 49 QLLLPLGYPCTEHNVETKDGFLLSLQHI PHGKNKAADSTG --PPVFLQHGLFQGGDTWFI 106 

Q+ + GYP E+ V T+DG++L + IP+GK K + +TG P VFLQHGL W 
Sbjct: 31 QMITYWGYPNEEYEVVTEDGYILEVNRIPYGK-KNSGNTGQRPWFLQHGLLASATNWIS 89 

Query: 107 NSAEQSLGYILADNGFDWIGNWGTRWSKGHSTFSVHDKLFWDWSWQELAE YDLLAMLG 166 

N SL +ILAD G+DVW+GN RG W++ + +S FW +S+ E+A+YDL A + 

Sbjct: 90 NL PNNSLAF I LADAG YDVWLGNS RGNTWARRNLYY S PD S VE FWAF S FDEMAK YDL PAT I D 149 

Query: 167 YWTVT-QSKILWGHSQGTIMGLAAL-TMPEIVKMISSAALLCPISYLDHVSASF-VLR 223 

++ T Q ++ YVGHSQGT +GATP+KI+ L P++ + + + LR 
Sbjct: 150 FIWKTGQKQLHWGHSQGTTIGFIAFSTNPSLAKRIKTFYALAPVATVKYTKSLINKLR 209 

Query: 224 AVAMHLDQMLVTMGI -HQLNFRSDMGVQIVDSLCDGEHVD- -CNNLLSAITG-ENCCFNT 279 

V L + + I + NF + +C E ++ C+N L I G ++ FNT 

Sbjct: 210 FVPQSLFKFIFGDKIFYPHNFFDQF L ATE VC S REMLNLLC SNALF 1 1 CGFD S KNFNT 266 

Query: 280 SRI D Y YLE YE PH P S S TKNLHHLFQM I RKGTF AK YD YGL - LGNLRR YGHLR P P AFDL S S I P 338 

SR+D YL + P +S +N+ H Q ++ G F YD+G + N Y +PP ++++++ 
Sbjct: 267 SRLDVYLSHNPAGTSVQNMFHWTQAVKSGKFQAYDWGSPVQNRMHYDQSQPPYYNVTAMN 326 

Query: 339 ESLPIWMGYGGLDALADVTDVQRTIRELGSTPELLY 1 GDYGHIDFVMS VKAKDDVYV 395 

+ +W GG D LAD DV + +L P L+Y I Y H+DF+ ++ A +VY 
Sbjct: 327 VPIAVW- -NGGKDLLADPQDVGLLLPKL PNLI YHKEI PFYNHLDFIWAMDAPQEVYN 381 



Query: 396 DLIRFLREN 404 

D++ + E+ 
Sbjct: 382 DIVSMISED 390 

>gi|126307|sp|P04634|LIPG_RAT TRIACYLGLYCEROL LIPASE PRECURSOR (LIPASE, LINGUAL) 
>gi | 67160 j pir | | LIRTT triacylglycerol lipase (EC 3.1.1.3) 
precursor, lingual - rat >gi | 56596 | emb | CAA26179 | 
(X02309) lipase precursor [Rattus norvegicus] 
Length = 395 

Score = 204 bits (514), Expect = 8e-52 

Identities = 122/366 (33%), Positives = 194/366 (52%), Gaps = 16/366 (4%) 

QLLLPLGYPCTEHNVETKDGFLLSLQHIPHGKNKAAD-STGPPWLQHGLFQGGDTWFIN 107 
Q++ GYPC E+ V T+DG++L + IPHGKN + + P V+LQHGL W N 



SL ++LAD G+DVW+GN RG WS+ + +S FW +S + E+A+YDL A + + 



TQKI YVGHSQGT +GATP + KI + L P++ + + + 



Query: 


49 


Sbjct: 


36 


Query: 


108 


Sbjct: 


96 


Query: 


168 


Sbjct: 


156 


Query: 


225 


Sbjct: 


216 


Query: 


280 


Sbjct: 


272 


Query: 


339 


Sbjct: 


332 


Query: 


399 


Sbjct: 


390 



L +++ M + F +G ++ C E +D C+N L 



SR D YL + P +S ++ H Q++R G F +++G N+ Y PP +D+S++ 



+ +W GG D LAD DV + +L + I Y H+DF+ ++ A +VY + + I 



>gi | 2384863 (AF022976) Similar to lipase; R11G11.14 [Caenorhabditis elegans] 
Length = 405 

Score = 199 bits (500), Expect = 4e-50 

Identities = 118/366 (32%), Positives = 183/366 (49%), Gaps = 18/366 (4%) 

Query: 49 QLLLPLGYPCTEHNVETKIX3FLLSLQHIPHGKNKAADSTG--PPWLQHGLFQGGDTWFI 106 

Q++ GYP ++V T DG++L L IPHGK G P VF+QHGL W + 

Sbjct: 32 QI IERWGYPAMI YSVTTDDGYILELHRI PHGKTNVTWPNGKQPWFMQHGLLCASTDWTM 91 

Query: 107 NSAEQSIXSYILADNGFDWIGNWGTRWSKGHSTFSWDKLFWD^ 166 

N EQS +1 AD GFDVW+GN+RG +S H FW+WSW E+A YDL AM+ 

Sbjct: 92 NLPEQSAAFIFADAGFDVWLGNMRGNTYSMKHKNLKASHSDFWEWSWDEMATYDLPAMID 151 

Query: 167 YWTVT-QSKILWGHSQGTIMGLAALTMPE--IVKMISSAALLCPISYLDHVSA--SFV 221 

V VT Q + Y+GHSQGT+ + L+ + K I L P+ + + SF 

Sbjct: 152 KVLE VTGQ E S L Y YMGHSQGTLTMF S HLS KDDG I F AKK I KKF F ALAPVG S VKD I KGFL S FF 211 

Query: 222 LRAVAMHLDQMLVTMGIHQLNFRSDMGVQIVDSLCDGEHVD CNNLLSAITG-ENCCF 277 

++ D G + + +C G ++ C+N+ I G E+ + 

Sbjct: 212 AHYFSLEFDGWDWGAGEFLPNNWAMKLAAKDICGGLKIESDLCD1SFVCFLIAGPESDQW 271 

Query: 278 NTSRIDYYLEYEPHPSSTKNLHHLFQMIRKGTFAKYDYGLLGNLRRYG-HLRPPAFDLSS 336 

N++R+ Y ++P ++T+N+ H QM+R G YD+G N + PP +D + + 

Sbjct: 272 NSTRVPWASHDPAGTATQNIVHWIQMVRHGGVPAYDWGSKENKK^ 331 



Query: 



337 IPESLPIWMGYGGLDALADVTDVQRTIRELGSTPELL YIGDYGHIDFVMSVKAKDD 392 

I + I++ + D LAD TD+ + P ++ Y DY H DFV ++A +D 



Sbjct: 332 I -KGTQI YLYWSDADWLADKTDITNYLL-TRLNPAI I AQNNYFTDYNHFDFVFGLRAPND 389 



Query: 393 VYVDLI 398 

+Y+ ++ 
Sbjct: 390 IYLPIV 395 



>gi|3041702|sp|P80035|LIPG_CANFA TRIACYLGLYCEROL LIPASE PRECURSOR (LIPASE, GASTRIC) 
>gi| 2204113 |emb|CAA74198| (Y13899) triacylglycerol 
lipase [Canis f amiliaris j 
Length = 398 



Score = 198 bits (499), Expect = 5e-50 

Identities = 123/364 (33%), Positives = 190/364 (51%), Gaps = 18/364 (4%) 



Query: 


49 


QLLLPLGYPCTEHNV^TKIXSFLLSLQHIPHG-KNKAADSTGPPVFLQHGLFQGGDTWFIN 


107 






Q+ + GYP E+ V T+DG++L + IP+G KN P FLQHGL W N 




Sbjct: 


37 


QMITYWGYPAEEYEVVTEDGYILGIDRIPYGRKNSENIGRRPVAFLQHGLLASATNWISN 


96 


Query : 


108 


S AEQ S LG Y I LADNGFD VWI GNVRGTRWSKGH STF S VHDKLFWDWSWQELAE YDLLAMLG Y 


167 






SL +ILAD G+DVW+GN RG W++ + +S FW +S+ E+A+YDL A + + 




Sbjct: 


97 


L PNNS LAF I LADAG YD VWLGNS RGNTWARRNL Y Y S PD S VE FWAF S FDEMAK YDL PAT IDF 


156 


Query: 


168 


WTW-QSKILWGHSQGTIMGLAAL-TMPEIVKMISSAALLCPISYLDHVSASF-VLRA 


224 






+ T Q K+ YVGHSQGT +G A T P++ K I + L P++ + + L 




Sbjct: 


157 


ILKKTGQDKLHWGHSQGTTIGFIAFSTNPKLAKRIKTFYALAPVATWYTETLLNK^ 


216 


Query: 


225 


VAMHLDQMLVTMGIHQLNFRSDMOTQIVT3SLCDGEHV1D--CNNLLSAITG-ENCCFNTSR 


281 






V L + + + I + D + +C E VD C+N L I G + N SR 




Sbjct: 


217 


WSFLFKLIFGNKIFYPHHFFDQ--FLATEVCSRETVI)LLCSNALFIICGFDTMNLJMSR 


274 


Query: 


282 


IDYYLEYEPHPSSTKNLHHLFQMIRKGTFAKYDYGL-LGNLRRYGHLRPPAFDLSSIPES 


340 






+D YL + P +S +N+ H Q ++ G F +D+G + N+ Y PP ++L+ + 




Sbjct: 


275 


LDWLSHNPAGTSVQIWLHWSQAVKSGKFQAFDWGSPVQNMMHYHQSMPPYYNLTDMHVP 


334 


Query: 


341 


LPIWMGYGGLDALADVTDVQRTIRELGSTPELLY 1 GDYGH I DFVMSVKAKDDVYVDL 


397 






+ +W GG D LAD DV + +L P L+Y I Y H+DF+ ++ A VY + + 




Sbjct: 


335 


I AVW- -NGGNDLLADPHDVDLLLSKL PNL I YHRKI P PYNHLDF I WAMD APQ AVYNE I 


389 


Query: 


398 


IRFL 401 




Sbjct: 


390 


+ + 

VSMM 393 





>gi | 505053 (U08464) lysosomal acid lipase [Homo sapiens] 

>gi|506431|emb|CAA83495| (Z31690) lysosomal acid lipase 
[Homo sapiens] 
Length = 399 

Score = 195 bits (490), Expect = 5e-49 

Identities = 124/357 (34%), Positives = 185/357 (51%), Gaps = 12/357 (3%) 

Query: 55 GYPCTEHNVETKDGFLLSLQHIPHG-KNKAADSTGPPVFLQHGLFQGGDTWFINSAEQSL 113 

G+P E+ VET+DG++L L IPHG KN + P VFLQHGL W N A SL 

Sbjct: 45 GFPSEEYLVETEDGYILCLNRIPHGRKNHSDKGPKPVWLQHGLLADSSN^ 104 

Query: 114 GY I LADNGFDVWIGNVRGTRWSKGH STF SVHDKLFWDWSWQELAE YDLLAMLGYVYTVT - 172 

G+ILAD GFDW+GN RG WS+ H T SV FW +S+ E+A+YDL A + ++ T 
Sbjct: 105 GFIIJUDAGFDVWMGNSRGNTWSRKHKTLSVSQDEFWAFSYDEMAKYDLPASINFILNKTG 164 

Query: 173 QSKILYVGHSQGTIMGLAALT-MPEIVKMISSAALLCPISYLDHVSASFV-LRAVAMHLD 230 

Q ++ YVGHSQGT +G A + +PE+ K I L P++ + ++ L + HL 

Sbjct: 165 QEQVYYVGHSQGTTIGFIAFSQIPELAKRIKMFFALGPVASVAFCTSPMAKLGRLPDHLI 224 

Query: 231 QMLV--TMGIHQLNFRSDMGVQIVDSLCDGEHVDCNNLLSAITGEN-CCFNTSRIDYYLE 287 

+ L +QF +G+ + E CNL +GN N SR+D Y 

Sbjct: 225 KDLFGDKEFLPQSAFLKWLGTHVCTHVI LKEL- -CGNLCFLLCGFNERNLNMSRVDVYTT 282 

Query: 288 YEPHPSSTKNLHHLFQMIRKGTFAKYDYGLLG-NLRRYGHLRPPAFDLSSIPESLPIWMG 346 

+ P +S +N+ H Q ++ F +D+G NY PP + + + + +W 
Sbjct: 283 HSPAGTSVQNMLHWSQAVKFQKFQAFDWGSSAKNYFHYNQSYPPTYNVKDMLVPTAVWS- 341 



t 



Query: 347 YGGLDALADVTDVQRTIRELGSTPELLYIGDYGHIDFVMSVKAKDDVYVDLIRFLRE 403 

GG D LADV DV + ++ + I ++ H+DF+ + A +Y +1 +R+ 

Sbjct: 342 -GGHDWLADVYDVNI LLTQITNLVFHES I PEWEHLDFIWGLDAPWRLYNKI INLMRK 397 

>gi|585405|sp|P38571|LIPA_HUMAN LYSOSOMAL ACID LIPASE/CHOLESTERYL ESTER HYDROLASE PRECURSOR 

(LAL) 

(ACID CHOLESTERYL ESTER HYDROLASE) { STEROL ESTERASE) 

(LIPASE A) (CHOLESTERYL ESTERASE) >gi | 187152 (M74775) 
lysosomal acid lipase/cholesteryl esterase [Homo 
sapiens] 
Length = 399 

Score = 195 bits (490), Expect = 5e-49 

Identities = 124/357 (34%), Positives = 185/357 (51%), Gaps = 12/357 (3%) 

Query: 55 GYPCTEHNVETKDGFLLSLQHIPHG-KNKAADSTGPPVFLQHGLFQGGDTWFINSAEQSL 113 

G+P E+ VET+DG++L L IPHG KN + P VFLQHGL W N A SL 

Sbjct: 45 GFPSEEYLVETEDGYILCLNRIPHGRKNHSDKGPKPVVFLQHGLLADSSNWVTNI^ 104 

Query: 114 GYII^NGFDWIGNWGTRWSKGHSTFSVHDKLFTOWSWQELAEYDLLAMLGYVYTVT- 172 

G+ILAD GFDVW+GN RG WS+ H T SV FW + S + E+A+YDL A + ++ T 
Sbjct: 105 GFILADAGFDVWMGNSRUX : rm : ERROR: Cannot access bias t2 /. seq. eshpcOl . 1450600 : No such 
file or directory 

GNTWS RKHKTL S VS QDEFWAF S YDEMAK YDL PAS I NF I LNKTG 164 

QSKILYVGHSQGTIMGLAALT-MPEIVKMISSAALLCPISYLDHVSASFV-LRAVAMHLD 230 
Q ++ YVGHSQGT +G A + +PE+ K I L P++ + ++ L + HL 



+ L +QF +G+ + E CNL +GN N SR+D Y 

KDLFGDKEF L PQ S AF LKWLGTHVCTHVI LKEL - - CGNLC FLLCGFNERNLNM S RVDVYTT 282 



Query: 


173 


Sbjct: 


165 


Query: 


231 


Sbjct: 


225 


Query: 


288 


Sbjct: 


283 


Query: 


347 


Sbjct: 


342 



+ P +S +N+ H Q ++ F +D+G NY PP + + + + +W 



341 



GG D LADV DV + ++ + I + + H+DF+ + A +Y +1 +R+ 

- GGHDWLADVYDVNI LLTQITNLVFHES I PEWEHLDFIWGLDAPWRLYNKI INLMRK 397 



